ABSTRACT We report here the draft genome sequence of Brucella melitensis strain B7, isolated from a blood sample of a brucellosis patient from Hulunbuir, Inner Mongolia, China. This report describes the genome sequence of a human B. melitensis isolate, which is endemic in this area of China.
the RAST server 2.0 (14) . The tRNAs and rRNAs were identified using tRNAscan-SE version 1.21 (15) , RNAmmer (16) , and Rfam database (17) . The resistome analysis was carried out using the Comprehensive Antibiotic Resistance Database (CARD) (https:// card.mcmaster.ca/). The origins of replication for the plasmid were determined by Plasmid Finder 2.0 (https://cge.cbs.dtu.dk/services/PlasmidFinder/), insertion sequence (IS) elements and transposons were identified using ISfinder (http://www-is .biotoul.fr/), prophages were predicted by PHAST (18) , and CRISPR arrays were identified using CRISPR finder (http://crispr.i2bc.paris-saclay.fr/). All of the programs were used with default settings.
A total of 3,768,556 raw reads (339.8ϫ depth of coverage) were generated from the sequencing run. The assembled genome sequence of B. melitensis strain B7 was found to be 3,308,574 bp in length, with an N 50 value of 2,168,882 bp. The genome consists of two circular chromosomes, with 2,168,792 bp in chromosome I and 1,139,782 bp in chromosome II (Table 1 ). The GϩC contents of chromosome I and chromosome II are 57.1% and 57.5%, respectively. About 87.03% (2,879,377 bp) of the nucleotide sequences are predicted to be coding sequences. These contigs contain 3,153 coding sequences (CDSs), 54 tRNAs, and 9 rRNAs. Moreover, this strain has 157 noncoding RNAs (ncRNAs) and 1 transfer-messenger RNA (tmRNA). An analysis of IS elements indicated that B7 possesses at least 256 putative ISs.
To the best of our knowledge, the genome sequence of a human B. melitensis isolate from Inner Mongolia has not been previously described, even though B. melitensis infection is endemic in this area of China. In this study, we described the genome sequence of B. melitensis strain B7 causing spondylodiscitis, which is the foremost cause of the debilitating and disabling complications of brucellosis (19) . Further studies are required to include more clinical isolates from Inner Mongolia for whole-genome sequencing and comparison with selected sequences of B. melitensis available from NCBI.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number RWIG00000000. The version described in this paper is the first version, RWIG01000000. Raw reads are available in the NCBI SRA under accession number PRJNA508265.
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